Supplemental Figure 4. Genetic distances between isolates within MRSA lineages and between isolates obtained from single patients with persistent or recurrent infections.
A) Frequency plot of SNV distances between all pairwise comparisons of genomes from primary MRSA bacteremia isolates within the USA100, USA300, USA500, and USA800 lineages. The median and interquartile range is indicated for each lineage above the plot. A bin size of 5bp was used.The vertical dashed line indicates the transmission threshold of 7 SNVs used in this study. Below, the number of B) core-genome SNVs, C) whole-genome SNVs, D) indels ≤5 bp, and C) structural variants >5 bp between 30 isolate pairs obtained from the same patient, is plotted as a function of the time between collections. Data points from intra-patient isolate pairs are shown as purple triangles. Distances between NICU outbreak isolates are shown as orange diamonds, for comparison.
Supplemental Figure 5. Transmission timelines for patients not involved in the NICU outbreak.
Overview of ward stays and isolates collected for the patients involved in transmission events T1, T2 and T3. Each row within a timeline corresponds to a patient, and admission periods are shown as horizontal bars where each ward is assigned a unique color. Red circles correspond to collection dates of positive blood cultures that were sequenced as part of the study.
Supplemental Figure 6. Overview of antibiotic resistance phenotypes and determinants. A)
Results from antibiotic susceptibility testing (colored boxes) and genetic determinants (genes or mutations) identified in each genome (greyscale boxes) are shown for all primary MRSA blood isolates. Isolates are organized according to a maximum-likelihood phylogenetic tree based on SNV distances in core genome alignments. B) Same as A, but for the 25 isolates from adult and NICU outbreak cases.
